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The ranking of all common treatments for each individual test and the mean for all 4 tests
as well as the regression coefficient (b1), as calculated in the previuos section, for the
CAMCORE 06 series*. Provenances included are (8) = Conrado Castillo, (11) = Pinal de
Amoles, (13) = Llano de las Carmonas and (SA) = South African genetic checks or
controls.

The ranking of all common treatments for each individual test and the mean for all 5 tests
as well as the regression coefficient (b1), as calculated in the previuos section, for the
ICFR series.

Pearson correlation coefficients for all 5 tests for all common treatments in ICFR series.

The ranking of all common treatments for each individual test and the mean for all 4 tests
as well as the regression coefficient (b1), as calculated in the previuos section, for the
Sappi series 1*.

Pearson correlation coefficients for all 4 tests for all common treatments in Sappi series
s1.

The ranking of all common treatments for each individual test and the mean for all 4 tests
as well as the regression coefficient (b1), as calculated in the previuos section, for the
Sappi series 2*.

Pearson correlation coefficients for all 4 tests for all common treatments in Sappi series
S2.

Trial, site & climate details for CAMCORE series 01, 02, 05, 06, 07 planted across 4 sites
in South Africa. These tests were planted together under similar conditions in the same
season.

Aggregate family — provenance Type B genetic correlation estimates for volume (using
standardized data), for 6 pairs of sites where CAMCORE trial series 01, 02, 05, 06 and
07 were planted together under similar conditions in the same season.

Chapter 6

6.2.1

6.3.1

6.3.2

A summary of the environmental variables identified in site factor studies carried out with
Pinus patula.

Site index, and numbers of trees used to calculate site index (TNr.) for unimproved
seedlots (SI-U), mixed 13 generation clonal seed orchard seedlots (SI-1), mixed 2"
generation clonal seed orchard seedlots (SI-2) and the average site index of all three per
test (SI-Av). Included is a classification of site quality class (SQ) and the ranking of each
test based on site index (Rk).

Selected environmental variables** used as independent variates for the site factor study.
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6.3.3 Correlations for the relationships between environmental variables and Site Index.

6.3.4 A sample of some of the multiple linear regression combinations of environmental
variables tested to look for the combinations that would best explain the differences in
Site Index of the 59 test sites.

6.4.1 Details of ages and numbers of paired sites, tests and sites utilized in the studies with
Type B genetic correlations estimates.

6.4.2 Correlations for the relationships between the absolute differences between
environmental variables and Type B genetic correlations.

6.4.3 Selected environmental variables utilized to test the similarity of pairs of sites. Each
‘environmental parameter’ was categorized into three classes as defined below.

6.4.4 Details of the variables and definition of class boundaries utilized for the construction of
the three 2-variable models.

6.4.5 The number of pairs, Type B genetic correlation means, minima, maxima and empirical
standard errors in each class for 4 selected environmental variables tested using the
ANOVA approach and showing significant differences between classes.

6.4.6 The number of pairs, Type B genetic correlation means, minima, maxima and empirical
standard errors in each class for two selected 2-variable models tested using the
ANOVA approach and showing significant differences between classes.

6.5.1 Correlations between environmental variables that have been identified as having some
potential for predicting GxE.

6.5.2 The nature of the derivations for the variables identified as having some potential to
predict GxE.

6.5.3 An example of rainfall and temperature distribution over 12 months for two of the P.
patula sites along with a summary of the phenological stages* occurring in the species in
South Africa.

Chapter 7

7.2.1 A summary of the tests available in determining GxE in Southern Africa, including details
of the number of tests and sites, as well as a brief description of origin.

7.2.2 Mean Type B genetic and provenance correlations for the major trial series analyzed in
this study.

7.5.1 Theoretical gains possible under infinite testing for scenarios where the selection
intensity is increased and the GxE is better defined.

7.5.2 Numbers of half-sib tests per family and expected gain for three selection scenarios.

Gain1 — one region but using information such as the Type B genetic correlation from two
regions to calculate an overall gain; Gain2 — two separate regions with separate breeding
values calculated for each region.
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and the difference between the standardized and unstandardized Type B genetic
correlations.

The predicted regression lines when plotting the predicted means of 5 treatments over
the means for 5 sites at 5 years for CAMCORE series 01. Treatments selected includes
a good performer with a regression coefficient around b1 = 1, 2 stable performers with b1
<1, and 2 reactive treatments with b1>1.

Fitted regression coefficients plotted against overall treatment means in volume per tree
at 5 years for CAMCORE series 01. Treatments marked with a circle refer to those
selected in figure 5.4.1.

The predicted regression lines when plotting the predicted means of 7 treatments over
the means for 4 sites at 5 years for CAMCORE series 02. Treatments selected includes
a good performer with a regression coefficient around b1 = 1, 3 stable performers with b1
<1, and 3 reactive treatments with b1>1.

Fitted regression coefficients plotted against overall treatment means in volume per tree
at 5 years for CAMCORE series 02. Treatments marked with a circle refer to those
selected in figure 5.4.3.

The predicted regression lines when plotting the predicted means of 3 provenances over
the means for 5 sites at 5 years for CAMCORE series 05. Treatments selected includes
the SA ‘provenance’, 1 stable performer with b1 <1, and 1 reactive treatments with b1>1.

Fitted regression coefficients plotted against overall provenance means in volume per
tree at 5 years for CAMCORE series 05. Treatments marked with a circle refer to those
selected in figure 5.4.5.

The predicted regression lines when plotting the predicted means of 8 treatments over
the means for 5 sites at 5 years for CAMCORE series 05. Treatments selected includes
a good performer with a regression coefficient around b1 = 1, 3 stable performers with b1
<1, and 4 reactive treatments with b1>1.

Fitted regression coefficients plotted against overall treatment means in volume per tree
at 5 years for CAMCORE series 05. Treatments marked with a circle refer to those
selected in figure 5.4.7.

The predicted regression lines when plotting the predicted means of 4 provenances over
the means for 4 sites at 5 years for CAMCORE series 06. Treatments selected includes
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the SA ‘provenance’, 2 stable performers with b1 <1, and 1 reactive treatments with
b1>1.

Fitted regression coefficients plotted against overall provenance means in volume per
tree at 5 years for CAMCORE series 06. Treatments marked with a circle refer to those
selected in figure 5.4.9.

The predicted regression lines when plotting the predicted means of 9 treatments over
the means for 4 sites at 5 years for CAMCORE series 06. Treatments selected includes
a good performer with a regression coefficient around b1 = 1, 5 stable performers with b1
<1, and 3 reactive treatments with b1>1.

Fitted regression coefficients plotted against overall treatment means in volume per tree
at 5 years for CAMCORE series 06. Treatments marked with a circle refer to those
selected in figure 5.4.11.

The predicted regression lines when plotting the predicted means of 2 provenances over
the means for 4 sites at 5 years for CAMCORE series 07. Treatments selected includes
the SA ‘provenance’ and 1 stable performers with b1 <1.

Fitted regression coefficients plotted against overall provenance means in volume per
tree at 5 years for CAMCORE series 07. Treatments marked with a circle refer to those
selected in figure 5.4.13.

The predicted regression lines when plotting the predicted means of 6 treatments over
the means for 4 sites at 5 years for CAMCORE series 07. Treatments selected includes
a good performer with a regression coefficient around b1 = 1, 3 stable performers with b1
<1, and 2 reactive treatments with b1>1.

Fitted regression coefficients plotted against overall treatment means in volume per tree
at 5 years for CAMCORE series 07. Treatments marked with a circle refer to those
selected in figure 5.4.15.

The predicted regression lines when plotting the predicted means of 5 treatments over
the means for 5 sites at 6 years for ICFR series. Treatments selected includes a good
performer with a regression coefficient around b1 = 1, 3 stable performers with b1 <1,
and 1 reactive treatments with b1>1.

Fitted regression coefficients plotted against overall treatment means in volume per tree
at 6 years for ICFR series. Treatments marked with a circle refer to those selected in
figure 5.4.17.

The predicted regression lines when plotting the predicted means of 7 treatments over
the means for 4 sites at 5 years for Sappi S1 series. Treatments selected includes a
good performer with a regression coefficient around b1 = 1, 3 stable performers with b1
<1, and 3 reactive treatments with b1>1.

Fitted regression coefficients plotted against overall treatment means in volume per tree
at 5 years for Sappi S1 series. Treatments marked with a circle refer to those selected in
figure 5.4.19.

Aggregate family — provenance type b genetic correlation estimates for volume (using
standardized data), for 6 pairs of sites where CAMCORE trial series 01, 02, 05, 06 and
07 were planted together under similar conditions in the same season.
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Chapter 6

6.4.1 Map of the P. patula areas in Southern African (South Africa and Swaziland) with an
indication of the regionalisation as defined by October median monthly precipitation.



